Web-based genome-wide association study identifies two novel loci and a substantial genetic component for Parkinson's disease Table S5 . Bias-corrected E[F P ] ≤ 1 model. This model, which achieves a covariate-adjusted AUC of 0.608 on the NINDS data, was obtained by training on the 23andMe cohort, using the subset of SNPs that were shared with the NINDS cohort. w i refers to the weight for each SNP (i.e., the log odds ratio per copy of the alphabetically lesser allele), and w missing i is the weight used in the algorithm in the case of missing data for that SNP.
